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The Gram-positive model organism and soil bacteriumBacillus subtilis naturally produces
a variety of antimicrobial peptides (AMPs), including the ribosomally synthesized and
post-translationally modified AMP YydF, which is encoded in the yydFGHIJ locus. The
yydF gene encodes the pre-pro-peptide, which is, in a unique manner, initially modified
at two amino acid positions by the radical SAM epimerase YydG. Subsequently, the
membrane-anchored putative protease YydH is thought to cleave and release the mature
AMP, YydF, to the environment. The AMP YydF, with two discreet epimerizations among
17 residues as sole post-translational modification, defines a novel class of ribosomally
synthesized and post-translationally modified peptides (RiPPs) called epipeptides, for
which the mode-of-action (MOA) is unknown. The predicted ABC transporter encoded
by yydIJ was previously postulated as an autoimmunity determinant of B. subtilis against
its own AMP. Here, we demonstrate that extrinsically added YydF∗ kills B. subtilis cells by
dissipating membrane potential via membrane permeabilization. This severe membrane
perturbation is accompanied by a rapid reduction of membrane fluidity, substantiated
by lipid domain formation. The epipeptide triggers a narrow and highly specific cellular
response. The strong induction of liaIH expression, a marker for cell envelope stress
in B. subtilis, further supports the MOA described above. A subsequent mutational
study demonstrates that LiaIH—and not YydIJ—represents the most efficient resistance
determinant against YydF∗ action. Unexpectedly, none of the observed cellular effects
upon YydF∗ treatment alone are able to trigger liaIH expression, indicating that only the
unique combination of membrane permeabilization and membrane rigidification caused
by the epipetide, leads to the observed cell envelope stress response.
Keywords: Bacillus subtilis, antimicrobial peptides, cell envelope stress response, RiPP, epipeptide, membrane
depolarization, membrane rigidity
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INTRODUCTION
In order to establish themselves in their natural habitats, all
living organisms need to defend and secure their environmental
niches against rivaling species. Bacteria have developed diverse
strategies to outperform competitors e.g., for limited amounts
of nutrients, including the production of antibiotics (Czárán
et al., 2002). One important antibiotic class that is particularly
relevant for Gram-positive bacteria are antimicrobial peptides
(AMPs), which usually target cell envelope integrity by a range of
different mechanisms (Malanovic and Lohner, 2016). Despite the
differences in their specific mode-of-action (MOA), AMPs share
common structural features such as high amount of hydrophobic
residues and their overall cationic charge (Guilhelmelli et al.,
2013). The latter allows AMPs to bind the negatively charged
surface of the bacterial cytoplasmic membrane, while the
first promotes the integration and disruption of membrane
homeostasis (Teixeira et al., 2012; Malanovic and Lohner, 2016).
As a consequence, targeted cells suffer severe envelope damage,
which inevitably results in cell death (Jordan et al., 2008).
Not surprisingly, bacteria developed different strategies to
closely monitor their cell envelope and sense the presence
of AMPs to ensure a rapid response in launching defensive
counteractions (Staron et al., 2011; Guilhelmelli et al., 2013;
Radeck et al., 2016b). The Gram-positive soil bacterium Bacillus
subtilis harbors a complex cell envelope stress response (CESR)
network orchestrated by at least four extracytoplasmic function
sigma factors (ECFs) and a similar number of two-component
systems (TCSs) (Jordan et al., 2008; Helmann, 2016; Radeck et al.,
2016a). One such TCS, LiaRS, responds to a broad range of cell
envelope stress conditions, including cell envelope perturbing
agents (including AMPs), but also abiotic stresses such as heat
and osmotic shock (Mascher et al., 2003, 2004). In response, it
strongly induces the expression of a single operon, liaIH, which
encodes a membrane associated protein, LiaI, and a phage-shock
protein homolog LiaH (Wolf et al., 2010; Domínguez-Escobar
et al., 2014; Radeck et al., 2016b).
While the CESR of B. subtilis has so far been mostly studied
with regard to extrinsically applied stress conditions, we recently
also observed an endogenous induction of specific CESRmodules
in stationary phase cultures. The two cannibalism toxins SDP
and SKF—AMPs that are produced to delay or even prevent the
production of dormant endospores (González-Pastor et al., 2003;
González-Pastor, 2011)—trigger the CESR network (Höfler et al.,
2016). Additionally, a random mutagenesis study revealed genes
that intrinsically activate the Lia system. Transposon insertions
into the genes yydIJ resulted in an elevated PliaI activity,
indicative of intrinsic cell envelope stress in the absence of this
postulated ABC transporter (Butcher et al., 2007). Subsequent
investigations supported that the yydFGHIJ operon encodes a
post-translationally modified peptide (RiPP) biosynthesis locus,
with YydF predicted to be the epipeptide precursor (Butcher
et al., 2007). Later, it was shown that YydF is a 17mer
RiPP secreted in B. subtilis supernatant and containing, in
an unexpected manner, two critical epimerizations conferring
YydF with antimicrobial properties (Benjdia et al., 2017b).
Hereby, a σA-dependent promoter drives the expression of
the yyd operon (Figure 1, steps 1–2). Pre-pro-YydF is initially
post-translationally modified by YydG, a radical S-adenosyl-L-
methionine (SAM) epimerase, by substituting two amino acids
from the L-form into their D-counterparts (Benjdia et al., 2017b;
Figure 1, step 3). Final processing and export of pre-YydF is
presumably mediated by the membrane-bound protease YydH
(Figure 1, step 4) leading to the biosynthesis of a novel class of
RiPPs called epipeptides (Benjdia et al., 2017b). The co-produced
ABC transporter YydIJ is postulated to provide autoimmunity
against the active extracellular YydF. If this AMP acts on the cell
envelope in the absence of the putative resistance mechanism
yydIJ, an intrinsic envelope stress was observed, substantiated
by LiaRS activation (Butcher et al., 2007; Figure 1, step 5).
So far, neither the MOA of YydF, nor the intrinsic resistance
mechanisms that B. subtilis can mount have been experimentally
studied. Based on the data available so far, both LiaIH and YydIJ
represent potential candidates (Figure 1, steps 6–7).
In this work, we address these open questions by making
use of chemically synthesized mature YydF peptide (referred
to as YydF∗) extrinsically applied and thereby uncoupled
form its native expression. Global transcriptome profiling of
the YydF∗ stress response results in a very narrow CESR,
primarily triggering liaIH induction. Subsequent functional
studies identify LiaIH, and not YydIJ, as the major resistance
determinant against YydF∗. Finally, we demonstrate that this
AMP kills cells by depolarizing the membrane via membrane
permeabilization. Moreover, YydF∗ leads to a strong reduction
in membrane fluidity, substantiated by lipid domain formation
based on local differences in lipid packing. This killing
mechanism enlightens the MOA of epipeptides and adds
to the diversity in MOA observed for AMPs produced by
Gram-positive bacteria.
RESULTS
Both Chemically Synthesized and
Intrinsically Produced YydF Trigger the
LiaRS-Dependent Cell Envelope Stress
Response
Before analyzing the MOA and the underlying global stress
response pattern triggered by the AMP YydF, we first verified
that synthetic and extrinsically applied YydF∗ truly activates
the TCS LiaRS in a comparable manner to the previously
observed intrinsic induction in a yydIJ mutant (Butcher et al.,
2007; Figure 2). In this mutant, the Lia response is indeed
triggered at the transition from exponential to stationary
phase (Figure 2A). At peak levels (after ∼6 h of growth in
MNGE medium), we observe luminescence signals of the
Lia promoter that are comparable to a full induction of the
system with known inducers (Mascher et al., 2004; Radeck
et al., 2016b). Individual disruptions of all other genes within
the yyd locus lead to no notable Lia promoter activity, and
were comparable to the wild type setting as well as to a
full knockout of the yyd operon (Figure 2A, lower panel).
In contrast to growth in minimal (MNGE) medium, we did
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FIGURE 1 | Schematic overview of the yydFGHIJ operon in B. subtilis. In the wild type (1–4), at transition from exponential to stationary phase a yet unknown cue
triggers expression of the yyd operon (1). PyydF is described as a constitutive σ
A-dependent promoter, details on any regulation beyond that are still missing (2)
(Butcher et al., 2007). The radical SAM epimerase YydG post-translationally modifies pre-YydF by substituting two amino acids from their L-form into their
D-counterparts (3) (Benjdia et al., 2017b). Export and further processing of pre-YydF to its active from is most likely mediated by the membrane bound protease YydH
(4). The ABC transporter YydIJ is postulated as potential resistance determinant (red). In a yydIJ knockout strain (5–7), active YydF* launches the LiaRS TCS (5)
(Butcher et al., 2007). The phage-shock like protein LiaH and its anchor protein LiaI, are potentially involved in mediating resistance against YydF* (6). Detailed
investigations if and how YydF* kills B. subtilis cells are yet to be unraveled (7). Arrows indicate activation, T-bars inhibition; CM, cytoplasmic membrane.
not observe any YydF-dependent Lia activity under nutrient-
rich growth conditions (LB medium) using the same set of
strains (Figure S1). This enabled us to subsequently analyze
the response to extrinsically added YydF∗ in the wild type
reporter strain without interference by the intrinsic transition
state induction. In LB medium, addition of 0.5µMYydF∗ lead to
a rapid induction of the Lia promoter (Figure 2B). The response
reached maximum levels within an hour post-induction and
then decreased continuously over the remaining time of the
experiment (Figure 2B, lower panel). At these concentrations,
addition of YydF∗ not only fully triggers the Lia response but
also had a minor effect on growth, demonstrating that YydF∗
is able to cause severe cell envelope stress to B. subtilis cells.
Based on these initial observations, we next aimed at studying
the global transcriptional response to YydF∗-dependent cell
envelope stress.
Transcriptome Profiling of B. subtilis Upon
YydF∗ Treatment
Toward this end, we performed RNA-sequencing (RNA-seq)
experiments with B. subtilis treated with YydF∗ at sub-lethal
concentrations (0.5µM), which resulted in only minor growth
defects. We compared the gene expression profiles between
induced and non-induced samples 10min post-induction (see
methods for detail). In total, only 21 genes were differentially
expressed in the presence of YydF∗ (Figure 3, Table 1 and
Table S2). Most prominent was the upregulation of the LiaRS
controlled liaIH operon, the two target genes driven by
the PliaI promoter (Mascher et al., 2004). This observation
strongly suggested the cell envelope as the main target of
YydF∗ action. Additionally, several ECF-dependent envelope
stress-inducible genes (hpf, yqjL, nhaX, and yrhH) were also
upregulated, most notably the SigW-dependent yuaF-floT-yual
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FIGURE 2 | Growth curves and luciferase activity of B. subtilis PliaI-lux strains. Upper panels depict growth curves, lower panels show luminescence values
normalized over optical density. (A) Growth in minimal media of PliaI-lux strains in the wild type background and individual yyd mutants. (B) Wild type PliaI-lux (red) and
an empty vector control (blue) incubated in full medium, were challenged with extrinsic added 0.5µM YydF* (full lines) or non-treated (dotted lines).
FIGURE 3 | RNA-sequencing (RNA-seq) profile of B. subtilis upon YydF* treatment. Visualization of altered gene expression in B. subtilis upon 0.5µM YydF* exposure
after 10min, compared to non-induced control samples. Fold change of elevated RNA-seq counts are plotted over read counts in the reference condition. Same
colored dots highlight genes encoded within an operon. For further details, see Table 1 and Table S2.
operon (Helmann, 2016). Taken together, this narrow but specific
response strongly suggests that YydF∗ causes cell envelope stress,
most likely at the level of membrane-anchored steps of cell
envelope biogenesis, which is the common feature of all known
inducers of the Lia response. Moreover, elevated FloT levels
potentially suggest alterations in membrane fluidity caused by
YydF∗ action (Bach and Bramkamp, 2013).
In addition to this specific cell envelope stress response, we
observed moderate activation of genes associated with central
metabolism (Zhu and Stülke, 2018). The his operon encoding
proteins involved in histidine amino acid biosynthesis, along with
bcaP and ilvD, showed increased expression. Such patterns have
regularly been observed in cell envelope stress transcriptome
signatures and are attributed to secondary and indirect effects of
antibiotic treatment (Wecke and Mascher, 2011).
Together, this narrow and highly specific RNA-seq profile
upon YydF∗ treatment clearly points toward maintaining cell
envelope integrity, with induction of liaIH representing the main
transcriptional effect. Thus, we next investigated the potential
role of the Lia system as resistance determinant against YydF∗.
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TABLE 1 | RNA-sequencing (RNA-seq) profile of B. subtilis upon YydF* treatment.
Gene/Operona Regulation/
Regulona
Fold
changeb
p-valueb Descriptiona
liaH liaIH LiaRS 19.1 3.2·10−189 Cell wall
biosynthesis
markerliaI
hisG hisZGDBHAFI YlxR 13.2 5.6·10−55 Amino acid
biosynthesis
hisD
hisB
hisH
hisF
hisI
hisA
hisZ
floT yuaF-floT-
yuaI
SigW 4.5 5.6·10−53 Membrane fluidity
markeryuaF
yuaI
bcaP bcaP CodY 9.6 2.3·10−49 Amino acid
transporter
ilvD ilvD CodY 6.5 1.6·10−81 Dihydroxy-acid
dehydratase
yrhH yrhH-fatR-yrhJ SigW, SigM,
SigX, SigV
6.3 3.7·10−69 Predicted
methyltransferase
hpf yvzC-fliD-filS-
fliT-hpf
PhoP, SigB,
SigH, SigD
5.3 5.9·10−78 General stress
protein
iseA iseA WalR 4.7 2.1·10−35 Inhibits cell
separation
yqjL yqjL SigW, SigB,
SigM, SigV
4.7 6.9·10−91 General stress
protein
sasA sasA SigW, SigM,
SigV
4.5 2.5·10−77 (p)ppGpp
synthetase
nhaX nhaX SigB, NhaX 4.4 8.7·10−40 General stress
protein
aSubtiwiki (Zhu and Stülke, 2018).
bHighest values are depicted.
Bold indicates specifically induced gene.
LiaIH Mediates Resistance Against YydF∗
As a prerequisite for analyzing resistance determinant
against YydF∗, we first determined the minimum inhibitory
concentration (MIC) for this AMP. B. subtilis cells were grown
overnight, diluted in fresh LB medium and directly exposed to
increasing concentrations of YydF∗. Endpoint measurements of
the optical density were taken after 24 h of incubation (Figure 4).
We compared the wild type with mutant strains lacking either
liaIH or yydIJ, the postulated immunity determinant encoded
within the yyd operon, and the corresponding double mutant.
Both the wild type and the yydIJ mutant showed MIC values
of 6µM YydF∗ (Figure 4, blue and red line). Nevertheless,
deletion of yydIJ showed a slight growth defect at higher
YydF∗ concentrations compared to the wild type, indicating
that yydIJ might play a minor role in mediating resistance. In
contrast, the liaIH deletion lead to a clear increase in YydF∗
susceptibility, with the MIC value dropping almost three-fold
(green line). Interestingly, the observed lowMIC values correlate
to the deemed concentrations necessary to saturate bacterial
FIGURE 4 | Minimum inhibitory concentration (MIC) assay of B. subtilis treated
with YydF*. Optical density endpoint measurements after 24 h are plotted over
the indicated YydF* concentrations. Next to the wild type (blue), a yydIJ
mutant (red), a liaIH knockout strain (green), and the corresponding double
mutant (orange) are depicted.
membranes (Melo et al., 2009; Melo and Castanho, 2012).
Taken together, the phage-shock protein LiaH together with its
membrane anchor LiaI are the major resistance determinants
against YydF∗ action. This is supported by the observation
that the liaIH/yydIJ double mutant (yellow line) did not show
an increase in YydF∗ sensitivity compared to the single liaIH
knockout (green line).
YydF∗ Triggers Membrane Depolarization
and Causes Membrane Permeabilization
The Lia response is widely used as a sensitive marker for
interference with membrane-anchored steps of cell envelope
homoeostasis (Mascher et al., 2004; Rietkötter et al., 2008; Radeck
et al., 2016b) and both its induction and role in protecting B.
subtilis cells against YydF∗ action, and the additional induction
of floT expression pointed toward the cell envelope as the main
target for YydF∗ inhibition. Thus, we next comprehensively
investigated the MOA of YydF∗ on B. subtilis to (i) understand
how YydF∗ kills B. subtilis cells and (ii) gain deeper insight on
the mechanisms required to launch a Lia response.
First, we analyzed alterations of the membrane potential
upon exposure of B. subtilis cells to YydF∗ using the voltage
sensitive dye DiSC3(5). Due to its overall hydrophobic nature,
DiSC3(5) is able to freely diffuse across lipid bilayers. Because
of its positive charge, however, the diffusion of DiSC3(5) is
biased toward the cell interior by the inside-negative membrane
potential present in well-energized cells (Strahl and Hamoen,
2010; Jahn et al., 2015; Te Winkel et al., 2016). In consequence,
the slow response dye DiSC3(5) accumulates in cells with high
membrane potential and is released into the supernatant upon
dissipation of membrane potential (Miller, 2016). Themembrane
potential-dependent cellular accumulation of DiSC3(5) can be
either observed directly through fluorescent microscopy, or
indirectly by measuring the fluorescence quenching observed
upon cytoplasmic accumulation of DiSC3(5) (Müller et al.,
2016; Te Winkel et al., 2016; Scheinpflug et al., 2017b; Wenzel
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FIGURE 5 | YydF* causes membrane depolarization and membrane permeabilization. (A) Membrane potential levels of B. subtilis cells upon treatment with different
antimicrobial compounds were obtained using the voltage sensitive dye DiSC3(5). Gramicidin (5µM, ∼10xMIC) and nisin (∼MIC) (gray and gold lines) were used as
positive controls for rapid and complete membrane depolarization. Addition of 4µM YydF* showed a rapid depolarization in the first 5min after addition, followed by a
gradual complete depolarization. The peptide antibiotic bacitracin at 35µM and non-treated cells showed no membrane depolarization (purple and black lines). (B)
Membrane potential and permeability measurements on single-cell level. Phase contrast (left panels) and fluorescence microscopy of B. subtilis cells stained with
DiSC3(5) (middle panels) as well as with the membrane permeability indicator sytox Green (right panels). (C) Quantification of DiSC3(5) and sytox green fluorescence
from individual cells per tested condition (∼300), derived from the fluorescence microscopy experiments in (B). Membrane depolarization yields in low DiSC3(5)
fluorescence, whereas membrane permeabilization results in high sytox green signal.
et al., 2018). As positive controls, we used the pore-forming
lantibiotic nisin (Wiedemann et al., 2004) and the small
cation-specific channel-forming peptide gramicidin (Kelkar and
Chattopadhyay, 2007), which both rapidly depolarize B. subtilis
membranes (Figure 5A, gray and gold lines). While exposure
of B. subtilis to 4µM YydF∗, a concentration causing rapid cell
death under these growth conditions (Figure S2), also led to a
dissipation of the membrane potential. This reaction occurred
with a much slower and rather gradual kinetic: a complete
membrane depolarization was only reached after about 45min
(Figure 5A, blue line). The differences observed in membrane
depolarization kinetics have been observed previously (Spindler
et al., 2011), and can be explained by potential absorption of
the AMP by the cell wall or alterations in membrane surface
binding rate. Another study focusing on the kinetic behavior of
AMPs against the Gram-negative model organism Escherichia
coli elucidated the membrane lipid polysaccharide content as
crucial for antimicrobial activity (Freire et al., 2015).
We also included bacitracin, which is the best-studied inducer
of the Lia response (Azevedo et al., 1993; Ishihara et al.,
2002; Radeck et al., 2016b) in the same assay. However,
even upon addition of 35µM bacitracin, a concentration
below MIC however, which fully induces the Lia system, no
depolarization of the membrane was observed (Radeck et al.,
2013, 2016b; Figure 5A, purple line). We can therefore rule out
that membrane depolarization is a requirement for Lia activation,
since both bacitracin and YydF∗ treatment causes comparable
PliaI induction despite their mechanistic differences.
We next investigated the ability of YydF∗ to trigger
membrane permeabilization. Toward this goal, we performed
a fluorescence microscopic approach, which combines the
voltage-sensitive dye DiSC3(5) with the membrane-impermeable
DNA intercalating dye sytox green. In this assay, breakdown
of the membrane diffusion barrier function, which can
be caused either by pore formation or disruption of the
continuous lipid bilayer structure, is observed as bright
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FIGURE 6 | YydF* causes membrane rigidification and lipid domain formation. (A) Measurement of generalized polarization (GP) values using the fluidity sensitive
fluorescent probe laurdan. Higher laurdan GP values correlate with rigid membrane state. Cells were incubated for 5min to obtain basal GP levels, followed by
addition of compounds (dashed red line). Benzyl alcohol was used as positive control for increased membrane fluidity, i.e., drop of GP values (green line). Non-treated,
gramicidin, and bacitracin showed no effects on the fluidity state of the membrane (black, gray, and purple lines). Addition of 4µM YydF* lead to a rigidification of B.
subtilis cell membranes, indicated by elevated GP values (blue line). (B) Phase contrast and fluorescence images of B. subtilis cells stained with the membrane dye
nile red after 5 and 20min incubation with 4µM YydF*, respectively.
nucleoid stain (Roth et al., 1997; Marcellini et al., 2009;
Kepplinger et al., 2018). Consequently, well-energized (that
is, intact) cells exhibit high DiSC3(5) fluorescence, but low
sytox green staining, as can be observed for the untreated
cells (Figure 5B, upper row). Upon addition of nisin, which
forms large cytoplasmic pores, a bright sytox green signal,
accompanied by the loss of DiSC3(5) fluorescence was observed,
indicating membrane permeabilization and the inevitably
associated membrane depolarization. Treatment with 4µM
YydF∗ for 10min indicated a highly similar MOA: We
observed a strong positive sytox green signal within cells and
a simultaneous loss of DiSC3(5) fluorescence (Figure 5B, fifth
row). As expected, cells treated with gramicidin and bacitracin
showed depolarization without membrane permeabilization
and a lack of membrane potential dissipation, respectively
(Figure 5B, second and third row). This behavior was robust and
homogenous, as demonstrated by quantifying the fluorescence
signals for ∼300 cells for each compound, which resulted well-
distinguishable sub-populations, in agreement to their respective
MOA (Figure 5C).
YydF∗ Reduces Membrane Fluidity and
Triggers Lipid Domain Formation
So far, we have identified dissipation of membrane potential
and membrane permeabilization as central aspects of YydF∗
action. Under non-stressed conditions, bacteria have to maintain
appropriate membrane fluidity to allow optimal activity and
lateral diffusion of membrane proteins, while simultaneously
ensuring sufficiently low membrane permeability (Zhang and
Rock, 2008). We therefore investigated if YydF∗ treatment
also interferes with membrane fluidity in B. subtilis. Again,
a fluorescence-based assay was performed, using the fluidity-
sensitive dye laurdan. This probe alters its emission spectrum
as a direct consequence of the amount of water molecules
available between lipid head groups, thus providing ameasure for
lipid packing density (Parasassi and Gratton, 1995; Scheinpflug
et al., 2017a). Indeed, a clear increase in laurdan generalized
polarization (GP) values was observed upon addition of 4µM
YydF∗ (Figure 6A, blue line). Elevated GP values were obtained
within 3min of induction, suggesting membrane rigidification
as a direct consequence of YydF∗ treatment. This rapid loss
in membrane fluidity, could explain the observed delayed
depolarization kinetics upon YydF∗ treatment. As a control, the
known membrane fluidizer benzyl alcohol was incorporated in
the assay, which indeed lead to the opposite effect (Scheinpflug
et al., 2017a; Figure 6A, green line). No changes in membrane
fluidity were observed upon treatment with gramicidin and
bacitracin (Figure 6A, gray, purple, and black lines). We
therefore could rule out that altering membrane fluidity was a
necessary feature for launching a Lia response in B. subtilis, since
both YydF∗ and bacitracin induce liaIH expression, but only
YydF∗ causes membrane rigidification.
Finally, we investigated whether YydF∗ causes altered
membrane lipid packing by using a nile red dye-based assay
(Strahl et al., 2014; Scheinpflug et al., 2017b). Indeed, by staining
the membrane with the probe after incubation of cells with
4µM YydF∗ for 5 and 20min, respectively, we detected areas
of dye accumulation (Figure 6B). Such lateral domains derive
from local areas of altered lipid packing in the presence of YydF∗.
This result is in agreement with and further supports the YydF∗-
dependent membrane rigidification observed with laurdan.
DISCUSSION
In this work, we presented a comprehensive MOA analysis of the
epipeptide (YydF∗), a novel ribosomally-synthesized and post-
translationally modified peptide (RiPP) (Benjdia et al., 2017a,b;
Balty et al., 2019), produced by B. subtilis. We demonstrate
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that extrinsically added YydF∗ targets the cell envelope and
dissipates membrane potential via membrane permeabilization.
These processes are accompanied by rapid loss of membrane
fluidity, substantiated by lipid domain formation based in altered
lipid packing. Disturbance of the lipid matrix causes drastic
disorder of membrane associated proteins, thereby disrupting
membrane function and homeostasis (Benjdia et al., 2017a,b;
Balty et al., 2019). The global response of YydF∗ upon B. subtilis
treatment revealed a narrow and highly specific transcriptome
profile. In addition to the upregulation of liaIH, a number of
ECF-controlled stress genes and the floT operon were moderately
induced, thereby supporting the determined effect of YydF∗
on reducing membrane fluidity (Bach and Bramkamp, 2013).
Daptomycin, another inducer of the Lia response (Wecke
et al., 2009), shows some similarities to YydF∗ regarding its
MOA (Baltz et al., 2005; Müller et al., 2016; Scheinpflug
et al., 2017b; Omardien et al., 2018). This antibiotic causes
a comparable gradual membrane depolarization, but it lacks
the membrane permeabilization observed for YydF∗. Upon
daptomycin treatment, cells undergo a drastic loss of membrane
fluidity mediated by rearrangement of fluid lipid domains, which
blocks cell wall synthesis, thereby ultimately causing cell death
(Müller et al., 2016). As a consequence of both daptomycin and
YydF∗ treatment, B. subtilis encounters severe cell envelope stress
and launches the LiaRS response, thereby inducing the liaIH
operon to counteract daptomycin-/YydF∗-dependent membrane
perturbations (Wecke et al., 2009; Müller et al., 2016), and
this study.
In agreement with the observed liaIH induction, our MIC
experiments demonstrate that LiaIH—and not YydIJ—provides
the primary resistance against the RiPP YydF∗. Previous
studies on LiaIH indicate that these co-localizing and directly
interacting proteins are recruited to the site of damage perception
to locally support membrane integrity (Wolf et al., 2010,
2012; Domínguez-Escobar et al., 2014). Interestingly, neither
membrane depolarization nor the rigidification process per se are
necessary for launching the LiaRS-dependent stress response in
B. subtilis, since we observed none of these effects with the well-
studied Lia-inducer bacitracin (Mascher et al., 2003; Radeck et al.,
2016b). Bacitracin interferes with the lipid II cycle by blocking the
recycle of the lipid carrier undecaprenyl pyrophosphate, which is
essential for translocation of peptidoglycan precursors across the
membrane (Storm and Strominger, 1973; Economou et al., 2013;
Radeck et al., 2016b). The consistently opposite behavior—and
therefore MOA—of bacitracin and YydF∗ demonstrated in this
work strongly suggests that a diverse range of mechanisms can
trigger the LiaRS response. While a common feature of all stimuli
inducing the Lia response is their interference with membrane-
anchored steps of envelope homeostasis, the true nature of the
signal perceived by the Lia system therefore still remains obscure,
even after more than 15 years of research.
Next to YydF, B. subtilis produces at least two additional AMPs
SKF and SDP, at the onset of stationary phase. These so-called
cannibalism toxins are produced during starvation period and
are postulated to delay full commitment to sporulation by killing
sibling cells and feasting on their released nutrients (González-
Pastor et al., 2003; Liu et al., 2010; González-Pastor, 2011).
Interestingly, YydF and SDP show highly similar expression
profiles (Benjdia et al., 2017b) and share some similarities in
their MOA. The latter causes membrane potential dissipation
and induces autolysis (Lamsa et al., 2012). Because of this
mechanistic similarity and our previous observation that SDP
and SKF also trigger a CESR in B. subtilis (Butcher et al., 2007;
Höfler et al., 2016), it is tempting to postulate YydF as a third
cannibalism-related AMP. However, the biological purpose of
natively produced YydF still needs further investigations. YydF
and the cannibalism toxins overlap in the mechanism of their
production, as well as their ability to kill B. subtilis cells (Lamsa
et al., 2012; Flühe et al., 2013; Höfler et al., 2016; Grell et al.,
2018). However, SDP and SKF are under control of Spo0A, the
master regulator governing sporulation (González-Pastor et al.,
2003; Fujita et al., 2005), and no evidence so far points toward
Spo0A influencing expression of the yyd operon. Instead, loss of
ComA, the transcriptional regulator responsible for ultimately
inducing competence for genetic transformation in B. subtilis,
indirectly leads to a decrease of yydFGHIJ mRNA levels (Comella
and Grossman, 2005). This observation points toward a potential
involvement of YydF in competence development in B. subtilis.
Therefore, it is tempting to suggest that YydF might be a
fratricide similar toxin. The term fratricide has been coined for
toxins produced by Streptococcus pneumoniae that enhance the
diversity of genetic material during the competent state of this
species (Steinmoen et al., 2002; Popp and Mascher, 2019). Future
research will hopefully shed some light on the biological role that
the YydF epipetide plays in the physiology of B. subtilis entering
stationary phase.
Experimental Procedures
Bacterial Strains and Growth Conditions
Bacillus subtilis and E. coli were grown at 37◦C with aeration
(at least 200 rpm agitation) in one of the following media:
(i) Lysogeny broth (LB medium) or transformation medium
(ii) MNGE [88.2% 1x MN medium (1.36% (w/v) dipotassium
phosphate x 3 H2O, 0.6% (w/v) monopotassium phosphate, 0.1%
(w/v) sodium citrate x H2O), 1.9% glucose, 0.19% potassium
glutamate, 0.001% (w/v) ammonium ferric citrate, 0.005% (w/v)
tryptophan, and 0.035% (w/v) magnesium sulfate]. For solid agar
plates 1.5% (w/v) agar-agar was added. All used strains are listed
in the supporting information Table S1. E. coli cells harboring
a plasmid were selected using ampicillin (100 µg ml−1). B.
subtilis cells carrying a resistance marker were selected using
chloramphenicol (5 µg ml−1), spectinomycin (100 µg ml−1), or
erythromycin combined with lincomycin (1 and 25 µg ml−1) for
MLS. Transformation of E. coli and B. subtilis was performed as
described previously (Harwood and Cutting, 1991)1.
DNA Manipulation
Plasmids were constructed using standard cloning techniques
as described elsewhere (Sambrook and Russell, 2001). For DNA
amplification via PCR, Q5 R© polymerase was used. Enzymes were
1http://www.openwetware.org/wiki/Transforming_chemically_competent_cells;
http://openwetware.org/wiki TOP chemically competent cells (accessed February
19, 2017).
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purchased from New England Biolabs (NEB, Ipswich, MA, USA)
and applied following their respective protocols. Positive E. coli
clones were checked by colony PCR, using OneTaq R© polymerase.
All constructs were verified by sequencing. Successful integration
of the plasmids into the B. subtilis genome were confirmed
via colony PCR of respective up and down fragments. All
primers and plasmids used in this study are listed in supporting
Information Table S1.
Luciferase Assay
A detailed description of the procedure was described previously
(Radeck et al., 2013; Popp et al., 2017). In brief, overnight cultures
were grown in LB with respective antibiotics. Day cultures,
without antibiotics, were inoculated 1:200 in fresh made pre-
warmed medium as indicated and grown till and OD600 =
0.1−0.4. Subsequently, the cells were diluted to an OD600 =
0.05 or 0.01, for minimal and full media, respectively. Then,
100 µl of cells per sample were split in a 96-well-plate (black
walls, clear bottom, Greiner Bio-One, Frickenhausen, Germany).
If necessary, after 1 h, the cells were induced with active YydF
(YydF∗) peptide to the indicated final concentrations. The
assay was performed using a SynergyTM NeoalphaB plate reader
(BioTek, Winooski, VT, USA). The optical density as well as
luminescence was measured every 5min for at least 15 h.
Synthesis of YydF∗
The epipeptide YydF∗: WYFVDKSKENRWIDLGSGH (were “D”
denotes D-amino acid residues) was synthesized using solid
phase synthesis and standard procedures, as previously described
(Benjdia et al., 2017b). Peptide purity was analyzed by reversed-
phase HPLC (RP-HPLC) on an Agilent 1200 series infinity
equipped with a LiChroCART RP-18e 5µm column (Merck
Millipore). YydF∗ sequence was confirmed by high-resolution
LC-MS/MS analysis (LTQ-Orbitrap mass spectrometer, Thermo
Fisher Scientific).
RNA Sample Preparation and Sequencing
Overnight cultures of B. subtilisW168 (Nicolas et al., 2012) were
prepared in LB (Sigma L3522) and incubated at 37◦C, 220 rpm.
On the next day, 10ml day culture of LB (Sigma L3522) was
inoculated 1:100 and grown till OD600 = 0.4. Subsequently, a
second day culture of 200ml LB (Sigma L3522) was started to an
OD600 = 0.1. Once this second day culture reached OD600 = 0.5,
cells were split into 25ml aliquots and either exposed to 0.5µM
YydF∗ (final concertation) or remained untreated for 10min.
After that, cells were directly placed onto ice and centrifuged
at 4◦C and 8,000 rpm for 3min. The falcons containing the
cell pellets were then frozen in liquid nitrogen and kept at
−80◦C. RNA isolation was performed with a phenol-chloroform
extraction method. Briefly, cell pellets were resuspended in 200
µl killing buffer (20mM Tris HCl pH 7.5, 5mM MgCl2, 20mM
NaN3) and immediately disrupted for 2min at 2,600 rpm using
a micro-dismembrator with a homogenizer vessel and a steel ball
that have been snap frozen in liquid nitrogen. The cell powder
was resuspended in 4ml pre-warmed lysis buffer (4M GTC,
0,025M NaOAc pH 5.2, 0.5% lauroylsarcosine). One volume
phenol-chloroform-isoamyl alcohol 25:24:1 pH 5.5 was added.
After centrifugation for 5min at 12,000 rcf, the supernatant
was mixed with chloroform-isoamyl alcohol (24:1, pH 8).
After centrifugation, a NaOAc/isopropanol precipitation was
performed and RNA pellets were washed twice with 70% ethanol.
Total RNA was resuspended in DEPC-treated water. rRNA
was subtracted from the samples with the Illumina Ribo-Zero
rRNA removal Kit (Bacteria). The cDNA library was prepared
using the NEB Ultra RNA directional prep kit for Illumina and
sequencing was performed on an Illumina HiSeq3000 system.
Sequencing reads were mapped to the BaSysBio 168 strain
(NC_000964.3) using Bowtie2 (Langmead and Salzberg, 2012).
The software program featureCounts of the Subread package
(Liao et al., 2014) was applied to generate counts for known
genes. Differentially expressed genes were identified using the
R/Bioconductor package DESeq2 (Love et al., 2014). The raw
and processed RNA sequencing data obtained in this study
has been deposited at the NCBIs Gene Expression Omnibus
(Edgar et al., 2002) and is accessible via the GEO accession
number GSE140605.
Minimum Inhibitory Concertation (MIC) Assay
The tested strains were grown overnight in LB supplemented
with the necessary antibiotics for selection. From these overnight
cultures, cells were diluted to a final OD600 = 0.01 in fresh
pre-warmed LB. The samples were then split in a 96-well-plate
(black walls, clear bottom, Greiner Bio-One, Frickenhausen,
Germany) and directly exposed to the YydF∗ AMP at the
depicted concentration and incubated for 24 h. Endpoint
measurement of the optical density was plotted against the
tested concentrations. The lowest AMP concentration at which
each strain showed an OD600 = 0.01 determined the minimum
inhibitory concentration.
Membrane Depolarization Assays
To investigate the MOA of the synthesized YydF∗ membrane
depolarization assays using the voltage sensitive Disc3(5)
(Anaspec) were performed. These assay are well-described
elsewhere (Te Winkel et al., 2016). In brief, to perform the
spectroscopic assay, B. subtilis wild type was grown in LB
overnight followed by the cultivation in a fresh LB day culture.
Cells were grown till exponential phase, then diluted to a final
OD = 0.2 in LB supplemented with BSA (0.5mg ml−1). Cells
were transferred into a 96-well-plate (black walls, clear bottom,
Greiner Bio-One, Frickenhausen, Germany) and the auto
fluorescence of B. sutbilis was recorded at 610 nm (excitation)
and 660 nm (emission) for 3min using a SynergyTM NeoalphaB
plate reader (BioTek, Winooski, VT, USA). Subsequently, 1µM
Disc3(5) was added and the in-cooperation of the dye into
the membrane was monitored for another 7min till steady
fluorescence levels were reached. The antibiotics of interested
were added to the concentrations as indicated and the changes
of fluorescence were obtained for an additional hour at 1
min intervals.
To further characterize the effects of observed depolarization,
the membrane dye Disc3(5) was combined with Sytox green
to perform fluorescence microscopy (Kepplinger et al., 2018).
For that, B. subtilis was grown as described above. Cells were
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again diluted to an OD = 0.2 in fresh LB supplemented with
BSA (0.5mg ml−1). Subsequently, 200 µl were transferred to a
2ml reaction tube. and mixed with 1µM Disc3(5) and 50 nm
Sytox green (Thermo) final concentration. The reaction tube
was incubated in an Eppendorf Thermomixer with opened lid,
to allow sufficient aeriation, at 37◦C and 1,000 rpm for 5min.
Addition of the antibiotics for 10min was carried out right after
and then 2 µl of cells were transferred to an agarose pad (1%
Ultra-pure Agarose, Invitrogen). Fluorescence microscopy was
performed using an Axio Observer 7 inverse microscope (Carl
Zeiss, Jena, Germany) equipped with standard Cye5 (Ex: 650/EM:
673) and eGFP (Ex: 488/EM 509) filter sets.
The acquired microscope images were analyzed using the
open source platform Fiji (Schindelin et al., 2012) equipped with
the plugin MicrobeJ (Ducret et al., 2016). For each condition
tested, at least 300 cells weremarked as region of interest either by
the plugin or manually. To quantify the effects of depolarization
and membrane permeabilization mean pixel intensities of both
channels (Cye5 and eGFP) were obtained.
Membrane Fluidity Assay
To measure altering membrane fluidity due to active YydF∗
treatment, Laurdan generalized polarization (GP) assay was
performed as described previously (Scheinpflug et al., 2017a).
For this, B. subtilis wild type cells were incubated overnight in
LB, refreshed in a day culture supplemented with 0.1% glucose
and grown till exponential phase. Next, cells were diluted to
OD = 0.2 and incubated with 10µM Laurdan for 5min under
shacking conditions with aeriation. Cells were then washed
four times with PBS (supplemented with 0.1% glucose) and the
fourth supernatant was collected to serve as negative control
without cells. Subsequently, pelleted cells were resuspended
and transferred into a 96-well-plate (black walls, clear bottom,
Greiner Bio-One, Frickenhausen, Germany). Fluorescence was
measured at excitation of 350 nm and the emission was recorded
at 435 nm as well as 500 nm using a SynergyTM NeoalphaB plate
reader (BioTek, Winooski, VT, USA). After 5min, compounds
were added to the final concentrations as indicated and the
fluorescence measurement was continued for an additional hour.
Laurdan GP values of each time point were calculated according
to the formula described in Scheinpflug et al. (2017a).
Nile Red Fatty Acid Packing Assay
To investigate lipid domain formation upon YydF∗ treatment,
cells were stained with the fluorescent dye nile red as described
previously (Scheinpflug et al., 2017b). In brief, cells were grown
to exponential phase and then diluted to an optical density of
0.2. After that, cells were exposed to 4µM YydF∗ and incubated
for 5 or 20min, respectively. Immediately prior performing
microscopy cells were stained with nile red (final concentration
1 µg ml−1). Fluorescence microscopy was carried out using an
Axio Observer 7 inverse microscope (Carl Zeiss, Jena, Germany).
Data Analysis and Statistical Procedures
Growth and luminescence measurements were performed in
biological duplicates and technical triplicates. From the values
obtained for each time point, mean values and standard
deviation (±) were calculated and plotted (Figure 2). The
data derived from the RNA-seq experiments were obtained
in biological and technical triplicates. Genes were considered
relevant that differed at least four-fold relative to the non-
induced reference samples with an adjusted p-value below
0.05. No genes where down-regulated upon 0.5µM YydF∗
treatment (Figure 3, Table 1 and Table S2). MIC experiments
were performed at least in biological and technical duplicates
and mean values as well as standard deviation (±) are displayed
(Figure 4). For the depolarization assays performed in the plate
reader, each condition (antimicrobial compound) was tested in
biological duplicates and technical triplicates. From the raw
data, mean values and standard deviation (±) were calculated
and plotted as function of time (Figure 5A). Depolarization and
Sytox Green assays performed microscopically were evaluated
using Fiji and the plugin MicrobeJ (Schindelin et al., 2012;
Ducret et al., 2016). Here, pictures obtained from biological and
technical triplicates were analyzed and regions of interest (i.e.,
cells) were chosen by the algorithm and manually corrected if
necessary. Finally, from each condition tested, at least 300 cells
were included in the final dataset and mean pixel intensities
were plotted (Figures 5B,C). Data obtained from the fluidity
assays (Figure 6A) were performed in biological and technical
triplicates. Emission spectra of Laurdan were obtained once every
minute and mean values as well as standard deviation (±) were
calculated and plotted as a function of time. Microscopy of B.
subtilis cells stained with Nile Red (Figure 6B) was performed
in biological and technical duplicates and full-size pictures are
provided as Figures S3, S4, respectively.
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Figure S1 | Growth curves and luciferase activity of B. subtilis PliaI-lux strains in
full medium. Upper panel depict growth curves, lower panel show luminescence
values normalized over optical density. Measurements were taken every 5min over
a time period of 15 h. Growth in full medium of PliaI-lux strains in the wild type
background and individual yyd mutants.
Figure S2 | Growth curves of B. subtilis wild type in full medium. Growth in full
media of B. subtilis wild type, challenged with various concentrations of YydF∗
after 1 h incubation. Measurements were taken every 5min over a time period
of 15 h.
Figure S3 | Effect of YydF∗ on B. subtilis membranes lipid packing state. Overlay
of phase contrast and fluorescence images of B. subtilis cells stained with the
membrane dye nile red after exposure to 4µM YydF∗ for 5min.
Figure S4 | Effect of YydF∗ on B. subtilis membranes lipid packing state. Overlay
of phase contrast and fluorescence images of B. subtilis cells stained with the
membrane dye nile red after exposure to 4µM YydF∗ for 20min.
Table S1 | Strains, primers and plasmids.
Table S2 | Complete RNA-sequencing (RNA-seq) profile of B. subtilis upon
YydF∗ treatment.
REFERENCES
Adebali, O., Ortega, D. R., and Zhulin, I. B. (2015). CDvist: a webserver for
identification and visualization of conserved domains in protein sequences.
Bioinformatics 31, 1475–1477. doi: 10.1093/bioinformatics/btu836
Azevedo, E. C., Rios, E. M., Fukushima, K., and Campos-Takaki, G. M.
(1993). Bacitracin production by a new strain of Bacillus subtilis. Extraction,
purification, and characterization. Appl. Biochem. Biotechnol. 42, 1–7.
doi: 10.1007/BF02788897
Bach, J. N., and Bramkamp, M. (2013). Flotillins functionally organize the bacterial
membrane.Mol. Microbiol. 88, 1205–1217. doi: 10.1111/mmi.12252
Balty, C., Guillot, A., Fradale, L., Brewee, C., Boulay, M., Kubiak, X., et al. (2019).
Ruminococcin C, an anti-clostridial sactipeptide produced by a prominent
member of the human microbiota Ruminococcus gnavus. J. Biol. Chem. 294,
14512–14525. doi: 10.1074/jbc.RA119.009416
Baltz, R. H., Miao, V., and Wrigley, S. K. (2005). Natural products to drugs:
daptomycin and related lipopeptide antibiotics. Nat. Prod. Rep. 22, 717–741.
doi: 10.1039/b416648p
Benjdia, A., Balty, C., and Berteau, O. (2017a). Radical SAM enzymes in the
biosynthesis of ribosomally synthesized and post-translationally modified
peptides (RiPPs). Front. Chem. 5:87. doi: 10.3389/fchem.2017.00087
Benjdia, A., Guillot, A., Ruffié, P., Leprince, J., and Berteau, O. (2017b).
Post-translational modification of ribosomally synthesized peptides by
a radical SAM epimerase in Bacillus subtilis. Nat. Chem. 9, 698–707.
doi: 10.1038/nchem.2714
Butcher, B. G., Lin, Y.-P., and Helmann, J. D. (2007). The yydFGHIJ operon
of Bacillus subtilis encodes a peptide that induces the LiaRS two-component
system. J. Bacteriol. 189, 8616–8625. doi: 10.1128/JB.01181-07
Comella, N., and Grossman, A. D. (2005). Conservation of genes and processes
controlled by the quorum response in bacteria: characterization of genes
controlled by the quorum-sensing transcription factor ComA in Bacillus
subtilis.Mol. Microbiol. 57, 1159–1174. doi: 10.1111/j.1365-2958.2005.04749.x
Czárán, T. L., Hoekstra, R. F., and Pagie, L. (2002). Chemical warfare between
microbes promotes biodiversity. Proc. Natl. Acad. Sci. U.S.A. 99, 786–790.
doi: 10.1073/pnas.012399899
Domínguez-Escobar, J., Wolf, D., Fritz, G., Höfler, C., Wedlich-Söldner, R., and
Mascher, T. (2014). Subcellular localization, interactions and dynamics of the
phage-shock protein-like Lia response in Bacillus subtilis. Mol. Microbiol. 92,
716–732. doi: 10.1111/mmi.12586
Ducret, A., Quardokus, E. M., and Brun, Y. V. (2016). MicrobeJ, a tool for high
throughput bacterial cell detection and quantitative analysis. Nat. Microbiol.
1:16077. doi: 10.1038/nmicrobiol.2016.77
Economou, N. J., Cocklin, S., and Loll, P. J. (2013). High-resolution crystal
structure reveals molecular details of target recognition by bacitracin. Proc.
Natl. Acad. Sci. U.S.A. 110, 14207–14212. doi: 10.1073/pnas.1308268110
Edgar, R., Domrachev, M., and Lash, A. E. (2002). Gene expression omnibus: NCBI
gene expression and hybridization array data repository. Nucleic Acids Res. 30,
207–210. doi: 10.1093/nar/30.1.207
Flühe, L., Burghaus, O., Wieckowski, B. M., Giessen, T. W., Linne, U., and
Marahiel, M. A. (2013). Two [4Fe-4S] clusters containing radical SAM
enzyme SkfB catalyze thioether bond formation during the maturation
of the sporulation killing factor. J. Am. Chem. Soc. 135, 959–962.
doi: 10.1021/ja310542g
Freire, J. M., Gaspar, D., de la Torre, B. G., Veiga, A. S., Andreu, D., and
Castanho, M. A. (2015). Monitoring antibacterial permeabilization in real time
using time-resolved flow cytometry. Biochim. Biophys. Acta 1848, 554–560.
doi: 10.1016/j.bbamem.2014.11.001
Fujita, M., González-Pastor, J. E., and Losick, R. (2005). High- and low-threshold
genes in the Spo0A regulon of Bacillus subtilis. J. Bacteriol. 187, 1357–1368.
doi: 10.1128/JB.187.4.1357-1368.2005
González-Pastor, J. E. (2011). Cannibalism: a social behavior in
sporulating Bacillus subtilis. FEMS Microbiol. Rev. 35, 415–424.
doi: 10.1111/j.1574-6976.2010.00253.x
González-Pastor, J. E., Hobbs, E. C., and Losick, R. (2003). Cannibalism by
sporulating bacteria. Science 301, 510–513. doi: 10.1126/science.1086462
Grell, T. A. J., Kincannon, W. M., Bruender, N. A., Blaesi, E. J., Krebs, C.,
Bandarian, V., et al. (2018). Structural and spectroscopic analyses of the
sporulation killing factor biosynthetic enzyme SkfB, a bacterial AdoMet radical
sactisynthase. J. Biol. Chem. 293, 17349–17361. doi: 10.1074/jbc.RA118.005369
Guilhelmelli, F., Vilela, N., Albuquerque, P., Derengowski, L. D. S., Silva-
Pereira, I., and Kyaw, C. M. (2013). Antibiotic development challenges:
the various mechanisms of action of antimicrobial peptides and of
bacterial resistance. Front. Microbiol. 4:353. doi: 10.3389/fmicb.2013.
00353
Harwood, C. R., and Cutting, S. M. (1991). Molecular Biological Methods for
Bacillus. Chicester: Wiley.
Helmann, J. D. (2016). Bacillus subtilis extracytoplasmic function (ECF) sigma
factors and defense of the cell envelope. Curr. Opin. Microbiol. 30, 122–132.
doi: 10.1016/j.mib.2016.02.002
Höfler, C., Heckmann, J., Fritsch, A., Popp, P., Gebhard, S., Fritz, G., et al. (2016).
Cannibalism stress response in Bacillus subtilis. Microbiology 162, 164–176.
doi: 10.1099/mic.0.000176
Ishihara, H., Takoh, M., Nishibayashi, R., and Sato, A. (2002). Distribution
and variation of bacitracin synthetase gene sequences in laboratory
stock strains of Bacillus licheniformis. Curr. Microbiol. 45, 18–23.
doi: 10.1007/s00284-001-0041-5
Jahn, N., Brantl, S., and Strahl, H. (2015). Against the mainstream: the membrane-
associated type I toxin BsrG from Bacillus subtilis interferes with cell envelope
biosynthesis without increasing membrane permeability. Mol. Microbiol. 98,
651–666. doi: 10.1111/mmi.13146
Frontiers in Microbiology | www.frontiersin.org 11 February 2020 | Volume 11 | Article 151
Popp et al. Bacillus subtilis YydF Mode-of-Action
Jordan, S., Hutchings, M. I., and Mascher, T. (2008). Cell envelope stress
response in Gram-positive bacteria. FEMS Microbiol. Rev. 32, 107–146.
doi: 10.1111/j.1574-6976.2007.00091.x
Kelkar, D. A., and Chattopadhyay, A. (2007). The gramicidin ion channel:
a model membrane protein. Biochim. Biophys. Acta 1768, 2011–2025.
doi: 10.1016/j.bbamem.2007.05.011
Kepplinger, B., Morton-Laing, S., Seistrup, K. H., Marrs, E. C. L., Hopkins, A.
P., Perry, J. D., et al. (2018). Mode of action and heterologous expression of
the natural product antibiotic vancoresmycin. ACS Chem. Biol. 13, 207–214.
doi: 10.1021/acschembio.7b00733
Koo, B.-M., Kritikos, G., Farelli, J. D., Todor, H., Tong, K., Kimsey, H., et al. (2017).
Construction and analysis of two genome-scale deletion libraries for Bacillus
subtilis. Cell Syst. 4, 291–305.e7. doi: 10.1016/j.cels.2016.12.013
Lamsa, A., Liu, W.-T., Dorrestein, P. C., and Pogliano, K. (2012). The Bacillus
subtilis cannibalism toxin SDP collapses the proton motive force and induces
autolysis.Mol. Microbiol. 84, 486–500. doi: 10.1111/j.1365-2958.2012.08038.x
Langmead, B., and Salzberg, S. L. (2012). Fast gapped-read alignment with Bowtie
2. Nat. Methods 9, 357–359. doi: 10.1038/nmeth.1923
Liao, Y., Smyth, G. K., and Shi, W. (2014). featureCounts: an efficient
general purpose program for assigning sequence reads to genomic features.
Bioinformatics 30, 923–930. doi: 10.1093/bioinformatics/btt656
Liu, W. T., Yang, Y. L., Xu, Y., Lamsa, A., Haste, N. M., Yang, J. Y., et al.,
(2010). Imagingmass spectrometry of intraspecies metabolic exchange revealed
the cannibalistic factors of Bacillus subtilis. Proc. Natl. Acad. Sci. U.S.A. 107,
16286–16290. doi: 10.1073/pnas.1008368107
Love, M. I., Huber,W., and Anders, S. (2014). Moderated estimation of fold change
and dispersion for RNA-seq data with DESeq2. Genome Biol. 15, 550–521.
doi: 10.1186/s13059-014-0550-8
Malanovic, N., and Lohner, K. (2016). Antimicrobial peptides targeting
gram-positive bacteria. Pharmaceuticals (Basel) 9:59. doi: 10.3390/ph90
30059
Marcellini, L., Borro, M., Gentile, G., Rinaldi, A. C., Stella, L., Aimola, P.,
et al. (2009). Esculentin-1b(1-18)–a membrane-active antimicrobial peptide
that synergizes with antibiotics and modifies the expression level of a
limited number of proteins in Escherichia coli. FEBS J. 276, 5647–5664.
doi: 10.1111/j.1742-4658.2009.07257.x
Mascher, T., Margulis, N. G., Wang, T., Ye, R. W., and Helmann, J. D.
(2003). Cell wall stress responses in Bacillus subtilis: the regulatory
network of the bacitracin stimulon. Mol. Microbiol. 50, 1591–1604.
doi: 10.1046/j.1365-2958.2003.03786.x
Mascher, T., Zimmer, S. L., Smith, T.-A., and Helmann, J. D. (2004). Antibiotic-
inducible promoter regulated by the cell envelope stress-sensing two-
component system LiaRS of Bacillus subtilis. Antimicrob. Agents Chemother.
48, 2888–2896. doi: 10.1128/AAC.48.8.2888-2896.2004
Melo, M. N., and Castanho, M. A. R. B. (2012). The mechanism of action
of antimicrobial peptides: lipid vesicles vs. bacteria. Front. Immunol. 3:236.
doi: 10.3389/fimmu.2012.00236
Melo, M. N., Ferre, R., and Castanho,M. A. (2009). Antimicrobial peptides: linking
partition, activity and high membrane-bound concentrations. Nat. Publish.
Group 7, 245–250. doi: 10.1038/nrmicro2095
Miller, E. W. (2016). Small molecule fluorescent voltage indicators for
studying membrane potential. Curr. Opin. Chem. Biol. 33, 74–80.
doi: 10.1016/j.cbpa.2016.06.003
Müller, A., Wenzel, M., Strahl, H., Grein, F., Saaki, T. N. V., Kohl, B., et al.
(2016). Daptomycin inhibits cell envelope synthesis by interfering with fluid
membrane microdomains. Proc. Natl. Acad. Sci. U.S.A. 113, E7077–E7086.
doi: 10.1073/pnas.1611173113
Nicolas, P., Mäder, U., Dervyn, E., Rochat, T., Leduc, A., Pigeonneau,
N., et al. (2012). Condition-dependent transcriptome reveals high-
level regulatory architecture in Bacillus subtilis. Science 335, 1103–1106.
doi: 10.1126/science.1206848
Omardien, S., Drijfhout, J. W., Vaz, F. M., Wenzel, M., Hamoen, L. W., Zaat, S.
A. J., et al. (2018). Bactericidal activity of amphipathic cationic antimicrobial
peptides involves altering the membrane fluidity when interacting with the
phospholipid bilayer. Biochim. Biophys. Acta Biomembr. 1860, 2404–2415.
doi: 10.1016/j.bbamem.2018.06.004
Parasassi, T., and Gratton, E. (1995). Membrane lipid domains and
dynamics as detected by Laurdan fluorescence. J. Fluoresc. 5, 59–69.
doi: 10.1007/BF00718783
Pinto, D., Vecchione, S., Wu, H., Mauri, M., Mascher, T., and Fritz, G. (2018).
Engineering orthogonal synthetic timer circuits based on extracytoplasmic
function σ factors. Nucleic Acids Res. 46, 7450–7464. doi: 10.1093/nar/gky614
Popp, P. F., Dotzler, M., Radeck, J., Bartels, J., and Mascher, T. (2017). The Bacillus
BioBrick Box 2.0: expanding the genetic toolbox for the standardized work with
Bacillus subtilis. Sci. Rep. 7:15058. doi: 10.1038/s41598-017-15107-z
Popp, P. F., and Mascher, T. (2019). Coordinated cell death in isogenic bacterial
populations: sacrificing some for the benefit of many? J. Mol. Biol. 431, 4656–69.
doi: 10.1016/j.jmb.2019.04.024
Radeck, J., Fritz, G., and Mascher, T. (2016a). The cell envelope stress response of
Bacillus subtilis: from static signaling devices to dynamic regulatory network.
Curr. Genet. 63, 79–90. doi: 10.1007/s00294-016-0624-0
Radeck, J., Gebhard, S., Orchard, P. S., Kirchner, M., Bauer, S., Mascher, T., et al.
(2016b). Anatomy of the bacitracin resistance network in Bacillus subtilis.Mol.
Microbiol. 100, 607–620. doi: 10.1111/mmi.13336
Radeck, J., Kraft, K., Bartels, J., Cikovic, T., Dürr, F., Emenegger, J., et al. (2013).
The Bacillus BioBrick Box: generation and evaluation of essential genetic
building blocks for standardized work with Bacillus subtilis. J. Biol. Eng. 7:29.
doi: 10.1186/1754-1611-7-29
Rietkötter, E., Hoyer, D., and Mascher, T. (2008). Bacitracin sensing in Bacillus
subtilis.Mol. Microbiol. 68, 768–785. doi: 10.1111/j.1365-2958.2008.06194.x
Roth, B. L., Poot, M., Yue, S. T., and Millard, P. J. (1997). Bacterial viability and
antibiotic susceptibility testing with SYTOX green nucleic acid stain. Appl.
Environ. Microbiol. 63, 2421–2431. doi: 10.1128/AEM.63.6.2421-2431.1997
Sambrook, J. F. and Russell, D. W. (eds.). (2001)Molecular Cloning: A Laboratory
Manual, 3rd edn. Cold Spring Harbor Laboratory Press, 2100 p.
Scheinpflug, K., Krylova, O., and Strahl, H. (2017a). Measurement of cell
membrane fluidity by Laurdan GP: fluorescence spectroscopy and microscopy.
Methods Mol. Biol. 1520, 159–174. doi: 10.1007/978-1-4939-6634-9_10
Scheinpflug, K., Wenzel, M., Krylova, O., Bandow, J. E., Dathe, M., and Strahl,
H. (2017b). Antimicrobial peptide cWFW kills by combining lipid phase
separation with autolysis. Sci. Rep. 7:44332. doi: 10.1038/srep44332
Schindelin, J., Arganda-Carreras, I., Frise, E., Kaynig, V., Longair, M., Pietzsch, T.,
et al. (2012). Fiji: an open-source platform for biological-image analysis. Nat.
Methods 9, 676–682. doi: 10.1038/nmeth.2019
Spindler, E. C., Hale, J. D., Giddings, T. H., Hancock, R. E., and Gill, R. T. (2011).
Deciphering the mode of action of the synthetic antimicrobial peptide Bac8c.
Antimicrob. Agents Chemother. 55, 1706–1716. doi: 10.1128/AAC.01053-10
Staron, A., Finkeisen, D. E., and Mascher, T. (2011). Peptide antibiotic sensing and
detoxification modules of Bacillus subtilis. Antimicrob. Agents Chemother. 55,
515–525. doi: 10.1128/AAC.00352-10
Steinmoen, H., Knutsen, E., and Håvarstein, L. S. (2002). Induction of natural
competence in Streptococcus pneumoniae triggers lysis and DNA release from a
subfraction of the cell population. Proc. Natl. Acad. Sci. U.S.A. 99, 7681–7686.
doi: 10.1073/pnas.112464599
Storm, D. R., and Strominger, J. L. (1973). Complex formation between
bacitracin peptides and isoprenyl pyrophosphates. The specificity of lipid-
peptide interactions. J. Biol. Chem. 248, 3940–3945.
Strahl, H., Bürmann, F., and Hamoen, L. W. (2014). The actin homologue
MreB organizes the bacterial cell membrane. Nat. Commun. 5, 3442–3411.
doi: 10.1038/ncomms4442
Strahl, H., and Hamoen, L. W. (2010). Membrane potential is important
for bacterial cell division. Proc. Natl. Acad. Sci. U.S.A. 107, 12281–12286.
doi: 10.1073/pnas.1005485107
TeWinkel, J. D., Gray, D. A., Seistrup, K. H., Hamoen, L.W., and Strahl, H. (2016).
Analysis of antimicrobial-triggered membrane depolarization using voltage
sensitive dyes. Front. Cell Dev. Bio.l 4:29. doi: 10.3389/fcell.2016.00029
Teixeira, V., Feio, M. J., and Bastos, M. (2012). Role of lipids in the interaction
of antimicrobial peptides with membranes. Prog. Lipid Res. 51, 149–177.
doi: 10.1016/j.plipres.2011.12.005
Toymentseva, A. A., Schrecke, K., Sharipova, M. R., and Mascher, T. (2012). The
LIKE system, a novel protein expression toolbox for Bacillus subtilis based on
the liaI promoter.Microb. Cell Fact. 11:143. doi: 10.1186/1475-2859-11-143
Frontiers in Microbiology | www.frontiersin.org 12 February 2020 | Volume 11 | Article 151
Popp et al. Bacillus subtilis YydF Mode-of-Action
Wecke, T., and Mascher, T. (2011). Antibiotic research in the age
of omics: from expression profiles to interspecies communication.
J. Antimicrob. Chemother. 66, 2689–2704. doi: 10.1093/
jac/dkr373
Wecke, T., Zühlke, D., Mäder, U., Jordan, S., Voigt, B., Pelzer, S., et al. (2009).
Daptomycin versus Friulimicin B: in-depth profiling of Bacillus subtilis cell
envelope stress responses. Antimicrob. Agents Chemother. 53, 1619–1623.
doi: 10.1128/AAC.01046-08
Wenzel, M., Rautenbach, M., Vosloo, J. A., Siersma, T., Aisenbrey, C. H. M.,
Zaitseva, E., et al. (2018). The multifaceted antibacterial mechanisms of the
pioneering peptide antibiotics tyrocidine and gramicidin S. mBio 9:e00802-18.
doi: 10.1128/mBio.00802-18
Wiedemann, I., Benz, R., and Sahl, H.-G. (2004). Lipid II-mediated pore
formation by the peptide antibiotic nisin: a black lipid membrane
study. J. Bacteriol. 186, 3259–3261. doi: 10.1128/JB.186.10.3259-3261.
2004
Wolf, D., Domínguez-Cuevas, P., Daniel, R. A., and Mascher, T. (2012).
Cell envelope stress response in cell wall-deficient L-forms of Bacillus
subtilis. Antimicrob. Agents Chemother. 56, 5907–5915. doi: 10.1128/AAC.
00770-12
Wolf, D., Kalamorz, F., Wecke, T., Juszczak, A., Mäder, U., Homuth, G., et al.
(2010). In-depth profiling of the LiaR response of Bacillus subtilis. J. Bacteriol.
192, 4680–4693. doi: 10.1128/JB.00543-10
Zhang, Y.-M., and Rock, C. O. (2008). Membrane lipid homeostasis in bacteria.
Nat. Publish. Group 6, 222–233. doi: 10.1038/nrmicro1839
Zhu, B., and Stülke, J. (2018). SubtiWiki in 2018: from genes and proteins to
functional network annotation of the model organism Bacillus subtilis. Nucleic
Acids Res. 46, D743–D748. doi: 10.1093/nar/gkx908
Conflict of Interest: The authors declare that the research was conducted in the
absence of any commercial or financial relationships that could be construed as a
potential conflict of interest.
Copyright © 2020 Popp, Benjdia, Strahl, Berteau andMascher. This is an open-access
article distributed under the terms of the Creative Commons Attribution License (CC
BY). The use, distribution or reproduction in other forums is permitted, provided
the original author(s) and the copyright owner(s) are credited and that the original
publication in this journal is cited, in accordance with accepted academic practice.
No use, distribution or reproduction is permitted which does not comply with these
terms.
Frontiers in Microbiology | www.frontiersin.org 13 February 2020 | Volume 11 | Article 151
